Background and Aims: The asymptomatic chronic hepatitis B virus (HBV) carriers are not absolutely equal health carriers. Most of carriers exist pathologic lesion and sometimes develop chronic B hepatitis, liver cirrhosis, even hepatocellular carcinoma. The aims of the present work are to determin the histological findings and investigate the influences of serum HBV DNA load and HBeAg status on the changes of liver histopathology in patients infected chronically with HBV who have normal liver function test (LFT), and to explore the pathogenesis involved. Methods: A percutaneous liver biopsy was performed in 86 chronic HBV-infected patients with normal LFT, and the changes of liver were evaluated histopathologically. The biopsied liver tissue was processed for histological examination, including dyed by haematoxylin-eosin (HE) staining for study of pathologic grading (G) and staging (S) of hepatic liver inflammation and fibrosis. HBV makers were detected by ELISA. Serum HBVDNA levels were measured by PCR method. Results: The mild hepatic-inflammation and fibrosis were the most common histological findings. Of 86 patients, 41 cases with G 1 S 0 , 36 cases G 1 S 1 , 9 cases G 2 S 1 . No significant differences were found in the findings of pathologic grading and staging of hepatic inflammation and fibrosis between male and female patients (p > 0.05). The rate of those with HBVDNA positive showed significant different from those with HBVDNA negative carriers (p < 0.01). Compared with the patients who have low HBV virus load (HBV viral load <1.0×10 7 copies/ml) and/or HBeAg negative status, those who have high viral load (HBV viral load >1.0×10 7 copies/ml) and/or HBeAg positive status have significant severe hepatic inflammation and fibrosis, all with the p values less than 0.01. Conclusions: The mild hepatic-inflammation and fibrosis were the most common histological findings in chronic HBVinfected patients with normal LFT. The severity of hepatic inflammation and fibrosis in these chronic HBV-infected patients correlated with viral load and HBeAg status.
PP-085 HBV and HCV infection play an important
role in the progression to liver cirrhosis and hepatocellular carcinoma in alcoholics Positive rate of superinfection with HBV and HCV in patients with HCC was significantly higher than in patients with CH and LC (p < 0.01). The rate of superinfection in patients with LC predominated vs with CH (p < 0.01). 113 of 326 patients were negative for HBV-and HCV-marker (group A). Of 213 patients with viral infection, 119 cases (55.9%) were positive for HBV-marker (group B), 56 cases (26.3%) positive for HCV-marker (group C), 35 cases (16.4%) positive for both HBV-and HCV-marker (group D). The age was oldest in the cases of group B among the 4 groups. There was no significant difference in the amount of daily alcohol intake. Previous operation, tattooing and transfusion were more frequent in groups C and D. The proportions of the patients with HCC in groups C and D were significantly higher than in groups B and A (16.1%, 28.6%, 5.9%, and 0.0%, respectively). Conclusions: HBV and HCV infections are frequent in patients with ALD in Kunming. HBV and HCV may play a significant role in the progression to LC and HCC in alcoholics. 
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Objectives: HBV DNA polymerase trans-activated protein 1 (HBVDNAPTP1) is a novel target gene trans-activated by HBV DNA polymerase that has been screened with suppression subtractive hybridization technique (GenBank accession: AY450389). To investigate the biological function of HBVDNAPTP1, yeast two-hybrid system to screen proteins interacting with HBVDNAPTP1 in leucocytes was performed. Methods: The HBVDNAPTP1 coding sequence was amplified by PCR method, and was cloned in pGEM-T vector. After the target region was sequenced, it was sub-cloned into the bait plasmid pGBKT7, and then was transformed into yeast AH109. After the expression of bait plasmid pGBKT7-HBVDNAPTP1 in AH109 yeast strains were proved by Western blot. The transformed yeast AH109 was mated with yeast Y187 containing leucocytes cDNA library plasmids pACT2 in 2× YPDA medium. Diploid yeast was plated on synthetic dropout nutrient medilium (SD/-Trp-Leu-His-Ade) containing X-a-gal for selection and screening. Results: After sequencing and verifying ORF of positive colonies, 4 different kinds of proteins were obtained. In order to further testify the interaction between the screened proteins and HBVDNAPTP1, one of positive colonies paired immunoglobulin-like type 2 receptor alpha (PILRa) was cloned. The interaction between PILRa and HBVDNAPTP1 in vitro was examined successfully with coimmunoprecipitations. It was shown that PILRa would be a target protein of HBVDNAPTP1. Conclusion: These screened proteins by yeast two-hybrid system were closely correlated with cell proliferation, cell differentiation, signal transduction, growth, and metabolism in the leucocytes. The results mentioned above contributed to reveal the HBVDNAPTP1 biological function, and brought some new clues for further exploration of the expressing and regulating mechanism of HBVDNAPTP1.
